All measurements are in micrometres and presented in the text as the range followed by the mean in parentheses. Th e material is deposited in the collection of the I. I. Schmalhausen Institute of Zoology, National Academy of Sciences of Ukraine, Kyiv, . One hologenophore is deposited in the collection of the Institute of , Biology Centre of the Czech Academy of Sciences, České Budéjovice, Czech Republic.
Total genomic DNA was isolated from an alcohol-fi xed specimen of Ch. ferox according to the protocol described by Georgieva et al. (2013) . Approximately 1,300 bp long fragment of the 28S rRNA gene was amplifi ed using the forward primer LSU5 (5'-TAG GTC GAC CCG CTG AAY TTAAGC A-3') and the reverse primer 1500R (5'-GCT ATC CTG AGG GAA ACT TCG-3') (Tkach et al., 2003) . PCR amplicons were purifi ed using a QIAquick PCR purifi cation Kit (Qiagen Ltd, UK), following manufacturer's instructions, sequenced directly with ABI BigDye chemistry (ABI Perkin-Elmer, UK), alcohol-precipitated and run on an ABI Prism 3130x1 automated sequencer. Th e original PCR primers as well as the internal primers 300F (5'-CAA GTA CCG TGA GGG AAA GTT G-3'), ECD2 (5'-CTT GGT CCG TGT TTC AAG ACG GG-3') and 900F (5'-CCG TCT TGA AAC ACG GAC CAA G-3') (Tkach et al., 2003) were used for sequencing. Contiguous sequence was assembled and edited using Sequencher™ ver. 4.1.1 (GeneCodes Corp.) and submitted to GenBank.
Results
A total of 45 specimens of Ch. ferox was collected from the black stork; 23 of those were localised in the cavity of the intestinal tract and 22 specimens were obtained from crypts in the intestinal wall (1-2 specimens in each crypt).
Family ECHINOSTOMATIDAE Dietz, 1909 Genus Chaunocephalus Dietz, 1909
Chaunocephalus ferox (Rudolphi, 1795)
H o s t: Ciconia nigra (Linnaeus, 1758) (Ciconiiformes, Ciconiidae). S i t e i n h o s t: Intestine, crypts in the intestinal wall. L o c a l i t i e s: Kiev Zoo (originated from Borodianka, Kyiv Region). R e p r e s e n t a t i v e D N A s e q u e n c e: KT447522 (partial 28S rRNA gene).
Description (fi g. 1)
[Based on 8 contracted specimens from intestine]. Body elongate, divided into bulbous forebody (FO = 53-56 %) with maximum width 1,182-1,709 (1,452) and shorter narrow hindbody, with maximum width 595-1,279 (968). Body length 3, 115-3,628 (3,417) . Tegument armed with large spines.
Head collar reniform, strongly muscular, and well diff erentiated from body, 194-302 × 405-479 (245 × 448) . Collar spines 27; four angle spines on each ventral lappet, larger than marginal spines, 120-148 × 20-25 (136 × 22) ; lateral spines in single row, 90-115 × 13-19 (102 × 15) 
Remaks
Th e material described above agrees well with the diagnosis of Chaunocephalus given by Kostadinova (2005) . Th e presence of 27 collar spines in our specimens is consistent with four species in the genus, namely Ch. ferox, Ch. gerardi, Ch. similiferox and Ch. sinensis (table 1) .
Th e present species diff ers from: (i) Ch. gerardi in having a distinctly smaller collar (194-302 × 405-479 vs 530 × 830-1,000) and oral sucker (116-159 × 116-159 vs 380-400), shorter and narrower angle and marginal spines (120-148 × 20-25 vs 210-240 × 32; 90-115 × 13-19, 85-113 × 13-18 vs 130-135 × 21-30 (table 1) .
Th e morphology of the present form generally agrees with the description of Ch. ferox by Dietz (1910) and description by Iskova (1985) ; the latter based on material from C. ciconia in Danube Delta. However, specimens from our collection exhibit substantially smaller length of the body that we consider is due to the fi xation of the worms inside the host intestine. Notably, the size of angle spines and the width of the pharynx of our specimens lie outside the lower range of variation reported by Dietz (1910) . Also the length of the prepharynx and the maximum width of the ventral sucker in our specimens are distinctly larger. Specimens re- Iskova (1985) diff er from ours in having distinctly shorter dorsal spines and smaller lower limits for the length of the angle spines and egg width (table 1) . Th e genus Chaunocephalus requires detail taxonomic revision to assess the validity of all species included with a special emphasis on these from India. Such a large variability of number of spines (table 1) makes the validity of the species somewhat doubtful. Recently, the sequence of Ch. ferox generated in our study was used in the comprehensive molecular phylogeny of the Echinostomatoidea Looss, 1899 (Tkach et al., 2016) . Th e analyses show no support for the subfamily Chaunocephalinae Travassos, 1922, which resulted in a synonymisation of the Chaunocephalinae with the Echinostomatidae (sensu stricto). We believe the sequence provided by our study will be also useful for the molecular identifi cation of the life-cycle stages of the species in the future studies.
Ta b l e 1 . C o n t i n u e d

